Tachyoryctes splendens
East African root rat Simplified phylogeny for the Bathyergidae indicating the six main clades/genera, together with the closest extant outgroup, the cane rat Thryonomys swinderianus, and based on mitochondrial 12S rRNA and cyt-b sequence data. Numbers on internal nodes and scale bar represent divergence times in millions of years ago (Myr) estimated using a molecular clock approach, and using the Bathyergid fossil Proheliophobius for calibration of genetic distances. Numbers in parentheses indicate current estimates of species numbers in each genus [data and figure adapted from (Faulkes et al. 1997; Faulkes et al. 2004; Ingram et al. 2004; Faulkes et al. 2010; Faulkes et al. 2011; Faulkes and Bennett 2013) ].
Supplementary figure S2
Phylogenetic relationships between the Bathyergidae species under study, based on: (a) Maximum likelihood analysis of a partitioned dataset of 3,999 concatenated genes (1,754,367 codons), all nodes were recovered with 100% bootstrap support, and branch lengths correspond to the substitution rate. (b) Bayesian analysis of the 172 most informative gene partitions (60,783 amino acids) subsampled from the above dataset, all nodes unless otherwise shown, were recovered with a Bayesian posterior probability of 1.00.
Supplementary figure S3
Protein-protein interaction network between products encoded by genes identified as being under positive selection in mole-rats by branch-site models. Node size is scaled proportionally to the number of connections, and connection thickness corresponds to the confidence of the interaction, with a thicker line indicating stronger evidence. Evidence is based on combined interaction scores of the following lines of evidence: neighborhood, fusion, co-occurrence, homology, co-expression, experimental knowledge and text mining. Eusocial Social + cooperative breeding Solitary Social Figure S4 
